4.0b10 (Swofford, 2002) . 181 Nucleotide substitution models were selected for each gene separately and for each combined 182 dataset using the program Modeltest ( Posada and Crandall, 2001) , in conjunction with PAUP 183 4.0b10 (Swofford, 2002 Table 3 . Independent analyses of each of the four genes provided 228 very poorly resolved trees, with few well-supported clades (Table 4) .
229
The only incongruencies found between the independent gene analyses corresponded to 230 poorly supported nodes. The most supported incongruency concerned relationships between 231 three specimens attributed to the genus Bathytoma (17700, 17865 and 17857 Gamer and Kellogg, 1996; Zander, 2004) . They included from 1 to 255 12 genera each (Tables 4 and 5 , Fig. 1 ). Clades were numbered according to their position in 256 the tree (Fig. 1) . Clades 1-9 are included in clade A, and among them clades 1-4 are included 257 in clade C. Clades 10-21 are included in clade B.
258
As long branches, for example that displayed by clade 9, could potentially disturb 259 phylogenetic reconstructions (Felsenstein, 2004) Our analysis confirms many previous assignments of genera to subfamilies as in Taylor et al.
303
(1993) ( We found discrepancies between our phylogeny and previous classifications at the subfamily (clades 19 and 21), a result already obtained by Duda and Kohn (2005 The weak support of neogastropod molecular phylogenies available in literature is supposed 380 to be the consequence of an early radiation of the group (Harasewych et al., 1997; Colgan et 381 al., 2003 Colgan et 381 al., , 2007 . Genes used in those studies were not adequate to resolve the relationships 382 between clades that emerged during this radiation. In our study, we used the same genes, 383 albeit at a lower taxonomic level, but deeper nodes are not resolved either. 
